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HuGE Published Literature, 2001-

Population-based data

— Genotype prevalence
— (Genetic association

— Gene-environment interaction

« Extracted weekly from PubMed
« Curated by epidemiologist

« Searchable, online database

Lin et al., Am J Epidemiol 2006;164(1):1-4.




Publications related to human genetics/genomics,
PubMed, 2001-2006*
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*pased on PubMed, HUGE Navigator, Jan 2008




(CCCCOer((geneticl All Fields] AND ((((("disease"[MeSH Terms] OR ("disease susceptibility"[MeSH Terms] OR predisposition[Text Word])) OR
disease[Text Word]) OR defect[Text Word]) OR susceptibility[ Text Word]) OR ("counseling"[MeSH Terms] OR counseling[Text Word]))) OR (("disease
susceptibility"[MeSH Terms] OR susceptibility[ Text Word]) AND (("genes"[MeSH Terms] OR gene[Text Word]) OR ("genes"[MeSH Terms] OR genes[Text
GAr(g600 eometicAthTield sl ANP(S disqase iMeSH Fenms] QRdissaseldieny Wardl)) @Res' [MeSH Terms] OR gene[Text Word]) AND ("mutation"[MeSH Terms] OR
(iheredit %Qﬂ%ﬁéﬂwa ﬁﬁﬁlﬁ]l@&[&ﬁ@%ﬂ&%@?@ﬁeﬁuwmm&@f&%}ﬂ@lD ("genes"[MeSH Terms] OR gene[Text Word]))) OR (("mutation"[MeSH
E‘&%M @ﬁ%@ﬁ&%[MW@]N?K@&%&?[@%W@&@)MO BMeSH Terms] OR gene[Text Word])))) OR ("hereditary diseases"[MeSH Terms] OR
sereening MeSH Jerms); %@ng&ﬁ%fmﬂ@T&ﬂEM)@(@&I@S@’T@ﬁﬂﬁ&fé@@ﬂm&: OR ("TEST"[Substance Name] OR test[Text Word])) OR ("research
MM"W@W@@%IF@EIQMF@@?WW@MDl@&lﬁil{@lbﬂ?%ﬂklﬁ)} OR ("genetic screening"[MeSH Terms] OR genetic screening[Text Word])) OR
(g@aeﬁeﬁ)\ﬁ[ﬂ\ﬁ?&%}rm] @%BE%SPPK)@M@MIEH&@WW& OR ("polymorphism (genetics)"[MeSH Terms] OR ("polymorphism (genetics)"[MeSH
(“genotypR'PMesH Penms] QR ganatyps| Tt Worx @6%([@%@¢&Mﬁ§@i@%@]otype"[MeSH Terms] OR genzane[Text Word])) OR genotyping[ All Fields])
OR gangmefText ﬁ%@@ﬂﬁh@&é&@R%\ﬁ{@W&ﬁW i@i{lﬁﬂgﬁ]%wﬁdeSH Terms] OR haplotypes[Te d]))) OR ((("genome"[MeSH Terms] OR
enyiropment] Al Ficldsh) QR ((geneticiAll Eields] OR ¢ngenes[MeSH Termsl OR senomics|Text Word]))) OR (((® erwironment) OR (gene AND
SEQMEMYMXMF%%MD @EI?((genetlc[Text Word] OR gene[Text Word]) OR allelic[All Field; ariant[ All Fields] OR variants[All
M@@Rld@%ﬂl@ﬁﬁ(ﬂ%’g@hﬁgﬁgﬂ] QRN &mﬁgp@;&%ﬂhf&%ﬁ@g@e@ﬁ Terms]) OR frequency[Text Word ;"[MeSH Terms] OR allele[Text
W@ﬁﬂ'}lng(YﬁrﬁéMMQ@}pﬁefmb@R}%ﬁ%lbg [VieSkyerms] @RP‘%‘%@'{@E?MT&%Ction"[MeSH Terms] OR ection[Text Word])) OR
W&H&tQBA(NHﬂQLFSﬂ"@ﬁeﬁﬁﬁm&%ﬁllfmtﬁyﬁféjMWborn[Text Word])) AND (("diagnosis"[Mef 1 J "mass screening"[MeSH
((cepidemiplogy: [Subhaading] QR |'gnidemiolomy Mg SH- Tenmsik QR freqrencyTex) OR ("human genome proj 8 rerins] OR human genome
WQ}@&@T QRWMWMX({M@&H@Q({{’@(}@%}ﬁﬁhﬁﬁﬁéé&Mﬂlpa@i]ﬁ OR "epidemiology"[MeSH Terms]) OF ygy[Text Word]) OR ("public
1ISubheading] QR edugation EVISH T ﬁ@ﬁd)(@%l?é{%a[m@q@e‘é{mibk allele[Text Word el 1s]) AND ((("epidemiology"[MeSH
%ﬁ%&ﬁﬂm"l%ﬁdéﬁﬂhhﬁéd %T’EY%Y@F@R“WCWHW 1) OR frequencies| Ah‘r ‘MeSH Terms] OR policy[Text

R ("pu

miolegy''FleSHoFerms) OR; rPravalence; fMeSH \ierms Iy OR prevalengefliext Text Word r;revalenc rms]) OR prevalence[ Text Word])
m@@%&&ﬁ&i‘%mﬁﬂd control [ Subhoadingl QR pren: @38{1%@} Wr@}n‘l@ﬁs/[eSH Terms] k[Text Wt {(((((population[Text Word] OR (a
(iriskel EM?)S@{TQEH&]@RHIFKEIIE}} Wie &&ﬁ&m@tw&é‘@@%&%&t&]@&n Fields]) ~Fields], .(crc  ection[All Fields]) OR cross-

popwhation{Text- WordDRAND study[ALk Hields 1)) NOD('animal Mg SH Terms - OR)))) O Fleld JRrar  mized controlled trial[All Fields]))
@RQW&W?I%@Q&W)PM@SH Terms] OR interactions[Text Word]) OR (("interpersonal- o o "drug.  actions"[MeSH Terms]) OR
interaction| Text Word]))) OR ("questionnaires"[MeSH Terms] OR questionnaire[ Text Word] )) (0)2% (("sensmVlty and specificity"[MeSH Terms] OR sensitivity[ Text
Word]) OR ("sensitivity and specificity"[MeSH Terms] OR specificity Text Word]))) OR ((((case[All Fields] OR cases[All Fields]) OR ("patients"[MeSH Terms]
OR patients[Text Word])) OR (study[All Fields] AND group[All Fields])) OR (((((("prevention and control"[MeSH Subheading] OR control[Text Word]) OR
controls[All Fields]) OR (healthy[All Fields] AND subjects[All Fields])) OR ("child"[MeSH Terms] OR children[Text Word])) OR ("adult"[MeSH Terms] OR
adults[Text Word])) OR individuals[All Fields]))) OR (((("association"[MeSH Terms] OR association[Text Word]) OR ("association"[MeSH Terms] OR
associations[Text Word])) OR ("disease"[MeSH Terms] OR disease[Text Word])) AND (("genes"[MeSH Terms] OR gene[Text Word]) OR ("genes"[MeSH Terms]
OR genes[Text Word])))) OR oversight[All Fields]) OR ((("genotype"[MeSH Terms] OR genotype[All Fields]) OR allelic[All Fields]) AND distribution| Text
Word])) OR (((("genotype"[MeSH Terms] OR genotype[ Text Word]) AND ("phenotype"[MeSH Terms] OR phenotype[Text Word])) OR genotype-phenotype[All
Fields]) AND correlation[All Fields])) OR ((positive OR negative) AND predictive value)) OR (odds ratio)) OR (("ethics"[MeSH Terms] OR ethics[Text Word]) OR
ethical[All Fields]))) ) ) AND "2004/7/7 8.00"[MHDA]:"2004/7/14 8.00"[MHDA])

HuGE search query 2001 - 2004
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»ﬂN HuGE Navigator

an integr :|1'E'|:| SEAFC |'|:||:|||- knowledge

HuGE Mavigatar

e,

HUGE Literature Finder

Find published articles in hurman genome
epiderialagy,

HuGEpedia

Look up summaries in an online encyclopedia
of hurman genetic wariation and health,

HUGE Investigator Browser

Find investigators in a particular field of human
genaome epidermiology,

GCeneSelectAssist

& search engine for finding possible candidate
genes based on MCBEI Entrez Gene,
PubMed and HUGE literature database,

HUGE Watch

Track the evolution of published literature in
human genarme epidemiclagy.

HUGE Risk Translater

Calculate the predictive value of genetic
markers,

About the Navigator

HUSE Mavigator provides access to a continuously updated
knowledge base in human genome epidemiology, including
information on population prevalence of genetic variants,
gene-disease associations, gene-gene and gene-

environrment interactions, and evaluation of genetic tests,

The Human Genome Epidemiology Networl (HUGEMet™) is a

voluntary, international collaboration focused on assessing
the role of hurman genome variation in health and disease at
the population level, Since 2001, HuGEMet™ has maintained
a database of published, population-based epidemiologic
studies of human genes extracted and curated from PubMed,
The HuGE Mawigator replaces earlier search tools for use
with this database and provides additional applications for

use by researchers and the public,

Announcements

® A robust automatic screening tool (GAPscreener) for
hurnan genetic association study publications from
PubMed is available for free downloading.
(1247420070




HuGE Navigator: www.hugenavigator.net

Screen PubMed using machine learning method

Curate by hand

— Select abstracts
— Index with HUGO gene symbol
— Assign study type, category

Auto-index using Entrez Gene, MeSH, UMLS

Search, sort, filter, display data




HuGE Navigator Schema

« Screening

[ - Indexing
« Extracting
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GAPscreener: Genetic Association Publication Screener

« Support Vector Machine (SVM)

« Stand-alone application
« Can be used for domain-specific search




Weekly HUGE Pub Lit Curation Process

PubMed PubMed

Complex SVM
PubMed Query auto-screen
(3,500-5,000) (~500)

24

Selected Selected
based on titles based on titles

(200-500) (~200)

HuGE HuGE
(100-175) (100-175)

80% sensitivity 97% sensitivity



HN- HuGE Navigator e 1.0

an integrated, searchable knowledge base of genetic associations and hurman genome epidermiology,

HuiZE Mavigator = Open Source Projects = GAPscreener

GAPscreener: An Automatic Tool for Screening Human Genetic
Association Literature in PubMed Using Support VYector Machine
Technique

Abstract

Motivation: Synthesis of data from published human genetic association studies is a
critical step in the translation of hurman genome discoveries into health application,
although genetic association studies account for a substantial proportion of the
abstracts in PubMed, identifying them with standard queries is not always accurate or
efficient, Further automating the literature screening process can reduce the burden
of a labor-intensive and time-consurning traditional literature search, The Support
“Vector Machine (SWM), a well-established rmachine learning technique, has been
successful in classifying text, including biomedical literature, The GAPscreener, a free
SWM-based software, can be used to assist in screening PubMed abstracts for human
genetic association studies, GAPscreener has been used in the screening and curation
of HUGE Mavigator database (http:/fwww hugenavigator.net),

Results: Weighted SWM feature selection based on a keyword list obtained by the
two-way z-score method dermonstrated the best screening performance, achieving
a7.5% sensitivity and 98.3% specificity in performance testing, Compared with the
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HuGEpedia

Loak up surmmaries in an anling encyclopedia
of human genetic variation and health,

HUGE Investigator Browser

Find investigators in a particular field of hurman
genaome epidermiolagy.

GCeneSelecthssist

& zearch engine for finding possible candidate
genes based on NCBI Entrez Gene,
PubMed and HUGE literature database,

HuGE Watch

Track the evolution of published literature in
human genome epidemialagy.

HUuGE Risk Translator

Calculate the predictive value of genetic
rmarkers,

associations and human genorme epidermial :|".

About the Navigator

HUGE Mavigator provides access to a continuously updated
knowledge base in human genome epidemiology, including
information on population prevalence of genetic variants,
gene-disease associations, gene-gene and gene-

environment interactions, and evaluation of genetic tests,

The Human Genaome Epidemiology Metwaork (HUGENet™) is a

voluntary, international collabaration focused on assessing
the role of hurman genome variation in health and disease at
the population level, Since 2001, HuGENet™ has maintained

a database of published, population-based epidemiclogic

studies of hurman genes extracted and curated from PubMed,

The HUGE Mavigator replaces earlier search tools for use
with this database and provides additional applications for

use by researchers and the public,

Announcements

* A robust automatic screening tool (GAPscreener) for
hurman genetic association study publications from

PubMed is available for free downloading.
F =T famnTy

paraey
pC




ttp: f e, hugenawvigator, net /HUGEMN avigator'startPagePubLit. do

- HuGE Navigator wersion 1.0

An integrated, searchable knowledge base of genetic associations and human genome epidermiol

HuGE Mawigator > HuGE Literature Finder

HuGE Literature Finder

Home | &bout | Search Instructions | FAQs

Literature ' | [GD] [ Clear]

D:a’tahase Statistics - S Enter search terms inta the text bax,

Total Docurnents Search terms can include disease, exposure, gene, author, journal, etc,

31550 Simple Boolean operators are allowed, such as AND or QR

W e Use the Search dropdown list to switch to other HuGE Mavigator applications.

[1=11]
HUGE Feview :
65 : HUGE Literature Finder i= = search engine for finding published litersture on genetic

: L associations and other hurman genome epidemioclogy. The search query can include
Genome-wide Association - 5 o s

a3

dizeasefoutcome, environmental factors, genes, author's name, sffilistion, etc. The
results can be further refined by the filtaring festure. The list of selected afticles can

Disease Terms Indexed be redirected to the PubMed website to take advantage of the functionality it

1944

.
s

3 prowides, such a=s uploading to reference software.
“izenes Indexed

"'.. 3163 . Mote: Ostabase includes publications since 20001 .

o+
eS

| Last Update: 07 Jan-2008
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Address :El" htkp: v hugenavigator . net/HUGEMavigator'searchSummary . do; jsessionid=238BCACE5630C L FFE 351 2BF 365375353 firstQuery=alzheime

HuiSE Mawigator » HuSE Literature Finder

HuGE Literature Finder

Horme | About | Search Instructions | EAQs

Search | Literature ¥ | for alzheimer

Search Criteria: alzheimer[Text+MesH] [Query Detail]

Filtered By Dizeasze Gene Categary | StudyT ype |“|’ear Authar Journal | Cawimtry

Articles 1 - 25 of 1175

Export Display | 25 V-Dn Fage |of 48

Cholesteryl ester transfer protein polyrmorphism D44 25 associated with & potential decreased risk for Alzheimer's disease as a
muodifier for APOE epsilond in Chinese. [Detail]

Brain research 2008 lan 1187 52-7,

Chen DWW, Yang IF, Tang 2, Dong %M, Feng %L, Tu 5, Chan P

Interaction between CD14 and L¥Rbeta genes modulates Alzheimer's disease Figk . [Detail]
. Journal of the neurological sciences 2003 Jan 264 (1-2): 97-9, N

Fodriguez-Rodriguez E, Sanchez-Juan P, Mateo I, Infante 1, Sanchez-Quintana C, Garcia-Gorostiaga I, Berciano 1, Combarros
o

The association of the requlatory region of the presenilin-2 gene with Alzheimer's disease in the Morthern Han Chinese
population. [Detail]

Journal of the neurological sciences 2008 Jan 264 (1-2): 33-42,

Liu 2, Jia 1

Alpha 7 Micotinic acetylcholine receptor gene and reduced risk of Alzheimer's disease. [Detail ]
" 1Med Genet 2007 Dec .
Carson R, Craig O, MoGuinness B, Johnston 1, O'Meill T, Passmore P, Ritchie




Address -E[ Lo LA oI 1=t g T=00a T FeTutw = o IR L = =N n el =t= dmlet] 2B itz /v, hugenavigator. net - Literature Detail Information - Windows Internet Expl... @@g]

HuiSE Mawigator » HuSE Literature Finder

Literature Detail Information

z . Interaction between CD14 and L¥Ebeta genes modulates Alrheimer's disease
HuGE Lij mie e
tins Fodriguez-Rodrguez E, Sanchez-Juan P, Wateo I, Infante T, Sanchez-Cuintana
C, Garcia-Gorostiaga I, Berciano I, Combarres O,
Journal Journal of the neurological sciences

Literature v .alzheimer
Search for | PMID

Publication
Date

Ahstract

A chronic mflammatory process with activation of microglial cells contribute to the
neurodegeneration associated with Alrheimer's disease (AT, CD14 and L¥Ebeta are receptors
inwvolved in the regulation of inflammatery responses of microgha in response to bactenal infection
or ipopolysacchande stmulation. In a case-control study n 266 AD patients and 2773 healthy
controls, we examined whether the combined gene effects between CD 14 (-260) polymorphism
and L3 Rbeta {intron 37 polymorphism might be responsible for susceptibility to AT Subjects
carrying both the CD 14 {-260) C/C and the L¥Ebeta (intron 3) GG genotypes had a sox tumes
lewrer risk of developing AT than subjects witheut these risk genotypes (OF 0016, 95% CT0.04-
0.67, p=0.01). These data support a role for mnate unmune response genes m risk for AT,

17500622

Search Criteria: alzheimer[Text+MesH] 2008 Jan 264 (1-2): 97-9.

Filtered By Dizeasze Gene Categary

Articl

Export Display |22

Cholesteryl ester transfer protein polvrnorphism D442G
1. modifier for APOE epsilond in Chinese. [Detail]

Brain research 2008 lan 1187 52-7,

Chen DWW, Yang IF, Tang 2, Dong %M, Feng =L, Tu 5, C

Literature Indexing Information

[ Gene-disease associations

Category Type : i
el Gene-gene interactions

Study Type 7 Cheervational Study
Gene oLt
WE1H2

Interaction between C014 and LERbeta genes modulate
2. Journal of the neurological sciences 2003 Jan 264 (1-2);

Indexing Term

Fodriguez-Rodriguez E, Sanchez-Juan P, Mateo I, Infante 1, Sanchez-Quintana C, Garcia-Gorostiaga I, Beroano 1, Combarros
o

The association of the regulatory reqion of the presenilin-2 gene with Alzheimer's disease in the Morthern Han Chinese

3. population, [Detail]
Journal of the neurological sciences 2008 Jan 264 (1-2): 33-42,
Liu 2, Jia 1

Alpha 7 Micotinic acetylcholine receptor gene and reduced risk of Alzheimer's disease. [Detail ]
" 1Med Genet 2007 Dec .
Carson R, Craig O, MoGuinness B, Johnston 1, O'Meill T, Passmore P, Ritchie




- HuGE Navigator verion 10

an integrated, searchable kn iations and hurman genome epidermi

Home | Hu

HuGE Mavigator

HUGE Literature Finder

Find published articles in human genome
epideriology.,

HuGEpedia

Loak up surmrnaries in an online encyclopedia
of hurman genetic variation and health,

HUGE Investigator Browser

Find investigators in a particular field of hurnan
genome epidemiolaogy.

GeneSelecthssist

& search engine for finding possible candidate
genes based on MCBI Entrez Gene,
PubMed and HUGE literature database.

HUGE Watch

Track the evolution of published literature in
hurnan genome epidemiology.

HUGE Risk Translator

Calculate the predictive value of genetic
rmarkers,

About the Navigator

HUGE Mavigator provides access to a continuously updated
knowledge base in human genome epidemiology, including
information on population prevalence of genetic variants,
gene-disease associations, gene-gene and gene-

environment interactions, and evaluation of genetic tests,

The Human Genome Epidemiology Metwaork (HUGEMeE™) is &

voluntary, international collabaoration focused on assessing
the role of hurman genome variation in health and disease at
the population level. Since 2001, HUGEMet™ has maintained
a database of published, population-based epidermiologic
studies of human genes extracted and curated from PubMed,
The HUGE Mawvigator replaces earlier search tools for use
with this database and provides additional applications for

use by researchers and the public,

Announcements

® # robust automatic screening tool (GAPscreener) for
hurman genetic association study publications from

PubMed is available for free downloading.

427020070



HuiSE Mavigator = HuGEPedia

HuGEpedia

Home | About | Search Instructions | FAQs

search Encyclopedia % fopr Alzheimer Disease Clear | @) pisease O gens

Alzheimer Disease

Summary 299 genes have been studied in association with Alzheimer Disease
7 : : - -
Total Publications [Click ® to re-sort the table]
1164
- |2 . 2 - |7 ?
Meta=Analyses 4 [ Gene 4 [ETotal Pub & [EIMA Pub ( ElSummary) ZITrend fPattern
43 APQE =93 20 [ ]
MA Sumrmmary ACE 34 5 i ]
F= PSEN1 az 3 2
Senes 45 M g 1 &
299 e = i b i
GWas Publications L] £9 1 ol
=} IL1B 23 1] -
Investigatars BOMNF 23 0 [ 1)
1364(F/L) MTHER 23 1 =
> -
Tr:gl;j{“.l.:‘attern CVPAGAL 21 . .
— MAPT 19 i [
Last Update: 07 1 2008
aszt Update an SLCEAd 18 0 i ]
THE ig 1 -
a - - -
Field Synopsis 2 e 18 1 o
by Bertrarm et al. L6 18 o —
LRP1 15 3 €
NCBI Entry =
: POMN1 14 0 £ I
alzheirner —
PZEMNZ 14 ] i ]
GWAS Database IDE 14 1 ':' i
MA CST3 14 1 €



Search EUC_}-“":I':'F:'Edia

M fm-_AI_zheimerDisease

Clear II::‘q_\-'I::liieas-e GGEHE

Summary

Total Publications

Alzheimer Disease

299 genes have been studied in association with Alzheimer Disease

-
[Click ™ to re-sort the table]

ﬁ-.ﬁ.nalyses : Gene : [ZITotal Pub : ZIMa Pub { EZlSummary) ZTrend/Pattern
PR APOE c93 20 —
@.M.ﬁ. Sl_ll'ﬂ!‘ﬁafi,i.;‘,----------------uﬁ(-‘fﬁ------------------fi.i_------------------------ﬁ--------------------------------',_a-i.‘i-------------
R W
“23:;“5'5 Meta Table for Alzheimer Disease and PRNP
GUWAS P
<] : y
Investigé Yariant: codon 129
{ Gene(s): (PRNP)
Mﬂi Analysis
48804l t. Phenotype Reference e #Studies #Lases #Controls Contrast Effect size* Het*
Trend/Pi N :
. E Alzheimer's Gian HR ’ n— p_— (MM + W us, 1,100 none
: dizease 2008 e [0.890-1,350) found
Last Update: Ii Alzheimer's 2ian HR Mot Mot Mot I — 0,800 none
E diseaze 2006 Repaorted Reported Feparted (0.650-0.920) found
Field Synué Alzheimer's Gian HR Mot Mot Mot i s 1.230 none
i BarkEai ;' dizeasze 2008 Reportead FReported Feported (1.010-1.590] found
E A: Metz analysiz of greup lavel data (andior HuGE raviaw)
NCBI El'ltl'"_ll'i E: Consortivm-based analysis vath individual lavel data
PN e E Effact Siza: OR unless noted otherwize
¥ Hat Heterogenaity

Illlllulllllllllllllllg:sgllllIIIIllllllllllza}llllllllllllIIIIllllllllq'lllllllllllIIIIlllllllllllllllll,q(@_lﬁ.lllllllllllll

GWAS Database &)

EzEL 14 —
Disease Site SERPINAS 13 ! s
AlzGene PP = 1 =
PRMP 13 5 B =
T 4n = . =



HuGE Mavigator = HuGEPedia

HuGEpedia

Home | About | Search Instructions | FAQs

5

Clear ':::'DiSEEE:E' () Gene .

APOE

{apolipoprotein E)

Total Meta- M& Surmmary Disease Investigator Trend/Pattern
Fublication Arnalyses

1662 49 mE 2269(F/L) FESLAID T

Last Update: 07 Jan 2002

APOE has been studied in association with 350 diseases.

e
[Click ™ to re-sort the table]

: Disease : Total Pub : MA Pub | Summary) Trend fPattern
e

o ]

= I

-

€ ]

oA ]

[
W

Alzheimer Disease B2

Genetic Predisposition to Disease

Meuropsychological Tests

Coqnition Disarders

Cementia

Coranaty Disease

Cisease Progression
Diabetes Mellitus, Type 2
Cardiovascular Diseases

Cognition
Hyperlipidemias

P
-:IMIH:-DI&IW-:-IML:Il




n/hgTracks?position=chr19:50000001-53500000&hgsid=1 02694247

Blat Tables Gene Sorter PCR DNA Convert Ensembl NCEBI
UCSC Genome Browser on Human Mar. 2006 Assembly
M, zoorm in [1:5%][ 3 |[10x] base | zoorm out [1.5¢][ 3¢ ][10x]

posiﬁon}search-l:hﬂ 9:50.000.001-53,800,000 | clear size 3,800 000 bp

chris (§1s.32) (S0is. Splee D0 gp12 19012 T ] ] [

chr19: seSeenon] Siecpees] SiSeeees] Szeeeeen] S2Secoos] Ssoooeee] S3Seseca
Human Genoame Epidemio 102d Kol ledae Base (HUGE Havigatar)
FUrL2 i

AFOE
AFOCL
AF 0G4
AFOC2
CLFTHM1
ZEM
ERCCE
FFF1R15L
CDZEARF
ERCCL
GIFRE
DMFk
FTGIR
GELF1
SULT2A1
FLAZG4C
LIGL
CARDS
EMFZ
GRIMNZD
SULTE2EL

move statt  Click on a feature for details. Click on base position to zoom i around _ tnove end

2.0 curser. Click grayiblue bars on left for track options and descnptions. 2.0

’ default tracks H hicle all l [ manage custom tracks ] [ configure ” refresh ]

Tze drop down controls below and press reftesh to alter tracks displayed.
Tracks with lots of tems will automatically be displayed i more compact modes.

{Custom Tracks

PDF




HuGE Navigator for Networks

* GAPscreener for domain-specific searching




< .GAPscreener (Genetic Association Publication screener)

Expurt Help

I |- =T
uhl'u'led Query ihreastcancer | Submit | Reset

f Screening Result |_

FMID . Title ~ Author |
17661812 Validation study ofthe lambda model for predicting the BRCAT or BRCAZ m... Aplcella 2 - |
17661717 Genome-wide association studies of cancer. Jorgenson E
17661168 BRECANBRCAZ rearrangements and CHEKZ common mutations are infrequ... Falchetti i
17660459 Germling E-Cadherin mutations in familial lobular breast cancer. Masciar 5
17660454 Nnnsternldal Antiinflammatory Drug Use and Breast Cancer Risk: Subgroup. . |[Kirsh WA
17660348 Human #-Eox binding protein-1 confers both estrogen independence and a... |[Gomez BF

17659901 Genetic Sensitivity to B-n-Fropylthiouracil Has Mo Influence on Dietary Patter... [Drewnowski A
17654121 Reduced mitochondrial DNA copy number is correlated with tumaor progress.. YU b

17653899 Mutation analysis ofthe DBECZ gene in sporadic and familial breast cancer. Chadi b
17649682 [Association among Ilplds Ieptln and leptin receptor polymorphisms with ris... [Han CZ
17641362 Canceryield of mammuodgraphy, ME, and LS in high-risk women: prospective.. |Lebiman D
17640379 Qrigin and distribution of the BRCAZ-87E5delAG mutation in breast cancer. Falomhba G
17640362 Assaciation nfnestrngen receptnr heta 2 {EHhetaEIEHhetac}{j with outcome . Minayagam R
17639043 Polymorphisms in the Janus Kinase 2 (JAK)sianal transducer and activator . [Vaclavicek &
17636424 Germling mutations in the breast cancer susceptibility gene PTEM are rare ... |Guénard F
17636421 Familial breast cancer: double heterozygosity for BRCAT and BRCAZ mutati... |Smith b
17636399 HERZ status in hormone receptor positive premenopausal primary breastc.. . |Rydén L
17636397 Genetic po polymorphisms in the wascular endothelial growth factor gene and b [Langsenlehner...
17635951 Oral Contraceptives and Breast Cancer Risk inthe International BRCA1Z C... [Brohet R
17634835 Chemoprevention Etrategies 20086, YWogel Wi

- rDate Range Setting Status Monitor

[ honar( s 0 marmatels) -13 second(s) was estimated to finish the vest.

Start Date |  07-02-2007

48 positives were predictad.
End Date 08-02-2007

Finished at 2007-08-02 11:532

Date Type EDAT




HuGE Navigator for Networks
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HuGE Investigator Browser

Home | About | Search Imstructions | EAD

search | Investigator *| for bladder cancer _ () First & Last Authors () all Authors

Search Criteria: bladder cancer[Query]

Filtered By CoLritry Inistituibe

223 investigators with the first or last authorship were found.

s
Zlick ™ to re-sort the table.
- hwestigator Name MNumber of Publications (F/L) e
Wy o

Taylor J&
Mittal RO

Garcia-Closas M

Wingis P
Shen JH
Sakano 5
Matullo G
Stern MC
Rothrman M

kEaragas MR

kKelsey KT
Zhou I
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HuGE Team

Wei Yu — HuGE Navigator architect
Mindy Clyne — curator-for-life o

Ajay Yesupriya — epidemiologist ()
Anja Wulf
Alex Charles NOPHG web
Lori Durand

Rachel Flynt — student
|ldris Guessous — student

HuGENet and NOPHG Colleagues




